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Analysis of Genetic Diversity of Haloxylon persicum 
(Chenopodiaceae) in Xinjiang by ISSR 
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ZHANG Ping , DONG Yu-Zhi , WEI Yan , HU Cheng-Zhi 
(1 College of Foresty, Xinjiang Agricultural University, Urumqi 830052, China; 
2 College of Xinjiang University, Urumqi 830046, China) 


Abstrad: ISSR molecular markers were used to detect genetic diversity of 105 individuals in four populations of Haloxylon 
persicum . 171 polymorphic bands were induced by amplication primers . Percentage of polymorphic bands is 84.85 % and 
the difference among four populations ranged from 33.92% to 40.3596 . Shannon’ s indices of diversity (I) is 0.3518 and 
Nei' s gene diversity (h) is 0.3482 respectively . Genetic variance analysis showed that the coefficient of gene differentia- 
tion in the species is 0.6238 and the gene flow is 0.3016 among populations . Genetic distance and cluster analysis indicat- 
ed that the populations of Ganjiahu and Tulufan had the smallest genetic difference . 
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1 IHOHUUODOdUO 
Table 1 Localities and habitats of populations 
I No. [] Localities Longitude [] [] Latitude [] [] Altitude (m) Number of samples Habitat 
1 Ya ) 8752 44?27 433 30 | 
2 HOOUd «au» 83°39 44°55 328 27 ut 
3 860r 45°07 235 29 OO 
4 | | ut 89 Ir 42°51 - 86 19 | 
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Fig. 1 Electrophoresis results of ISSR-PCR to sample genome DNA of Tulufan 
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Table 2 ISSR primer sequences 





















































































































































( 96 ) 
No. Primer No.of polymorphic Proportion of 
sequence loci polymorphic loci 
AW24463 (CA) WS 13 76 .47 
AW24465  (CTC),WC 10 66.67 
AW24468  (AC)g$SG 20 90.91 
AW24469  (CAC),WC 18 85.71 
AM38191 = (CT)gRC 15 88 .23 
AM38195 (CTC); 8 88.86 
AM38196 | (GACA), 18 94 .73 
AM38198 | (GGAGA); 20 86.95 
AM38202 (AC); YA 16 84.21 
AM38204 (AG) YT 17 80.90 
AM38206 CSC (GA)« 16 84.21 
171 84.85 
2 [JUDI 
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Table 3 Genetic diversity between four populations 
































































































































































































































(%) | Nei Shan non 

Populations Proportion of 
polymophic loci (h) (I) 
( ) 33.92 0.1212 0.1785 
40.35 0.1360 0.2044 

( ) 

34.50 0.1308 0.1918 
38.01 0.1368 0.2034 
0.3482 0.3518 
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Table 4 Nei’ s genetic diversity in population 







































































































































































(Ht) (Hs) (Gs) — (Nm) 
105 0.3488 0.1312 0.6038 0.3016 
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Table 5 Nei’ s genetic identity (I) (above diagonal) 


and genetic distance (D) 


1 2 3 4 
1 EI 0. 6482 0.6296 0.6221 
2 0.4336 eee 0.6959 0.7239 
3 0.4627 0. 3626 ERE 0.6780 
4 0.4747 0. 3231 0.3886 EAR 
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2.-4 UPGMA 
























































Fig .2  UPGMA dendrogram for the four populations 
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